DNA extraction, 16S rRNA gene sequences amplification and sequencing were carried 90 out as outlined by Navarro-Torre et al. [11] . 16S rRNA gene sequences were deposited 91 in GenBank/EMBL/DDBJ data library and aligned with corresponding sequences of 92 closely related type strains retrieved by Ez-Taxon-e service 93 (http://www.ezbiocloud.net/eztaxon) [14] . Genome from strain EAod3 T was sequenced 94 and assembled by MicrobesNG company (Birmingham, United Kingdom) using 95 Illumina technology and a standard analysis pipeline. The closest available reference 96 genome was identified using Kraken [15] , the quality of data was assessed mapping the 97 reads to this using BWA mem [16] , de novo assembly of the reads was done using (4, 15, 20, 25, 28, 30, 32, 37 and 45ºC) and pH (4.5, 5.0, 6.0, 7.0, 8.0, 8.5 109 and 9.0) ranges were studied on TSA plates supplemented with 0.3M NaCl for 6 days 110 and at 28ºC. 
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